[Methylation status of p16 gene in colorectal carcinoma and normal colonic mucosa].
To investigate the methylation status and its significance of 5' CpG island of p16 gene in colorectal carcinoma and normal colonic mucosa. PCR-based methylation assay was applied to examine a total of 60 samples of colorectal carcinoma and paired 60 samples of the normal colonic mucosa for p16 gene methylation in Hpa II, Sac II, Sma I sites. Methylation was identified in 5' CpG island of p16 gene in both colorectal carcinoma and normal colonic mucosa, but no significant difference obtained between normal mucosa and carcinoma. The methylation status in 5' CpG island of p16 gene in colorectal carcinoma was not related to the tumor size, type, and metastases of the lymph nodes. Nevertheless, there was a significant difference between the methylation status of Hpa II, Sac II and Sma I sites. The methylation in 5' CpG island of p16 gene in colonic mucosa is different in various restriction enzyme sites, and the methylation process of p16 gene in both normal colonic mucosa and colorectal carcinomas is complicated. Anyhow, there is a tendency that the increase of methylation in p16 gene is age dependent.